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A phylogeny was constructed from the core
alignment of L8, MTBC lineage representatives and with and as outgroups. Node labels represent bootstrap
support for that split. Phylogeny is shown as a cladogram !branch lengths have no meaning" to allow clearer visualisation of the topology.
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White bars indicate
reconstructed substitutions. Dar� b�ue dots indicate areas o� reco�bination.
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